Background: The base excision repair (BER) pathway removes DNA damage caused by ionizing radiation, reactive oxidative species and methylating agents. ADPRT and APE1 are two important genes in the BER pathway. Several studies have evaluated the association between polymorphisms in the two BER genes (ADPRT Val762Ala and APE1 Asp148Glu) and breast cancer risk. However, the results are inconsistent.
Introduction
Breast cancer is currently the most common cancer and one of the main causes of cancer-related death in the world, which has become a major public health challenge [1] . It is a multifactorial disease caused by complex genetic and environmental factors [2] . Genetic variation in DNA repair genes can cause altered DNA repair function, resulting in accumulation of DNA damage, followed by cell apoptosis or unregulated cell growth and cancer. Individual variations in DNA damage and repair have been associated with breast cancer susceptibility and highlight the importance of DNA damage/repair in the development of the disease. Among DNA repair systems, the base excision repair (BER), which is an important pathway responsible for the repair of base damage and single strand breaks caused by X-rays, oxygen radicals, and alkylating agents, has been associated with risk of cancers [3] [4] [5] [6] .
The BER pathway consists of at least 11 DNA damage specific glycosylases and more than 20 further proteins [7] . Two of the most important proteins are adenosine diphosphate ribosyl transferase (ADPRT) and apurinic/apyrimidine endouclease 1 (APE1). ADPRT, also called poly (adenosine diphosphate-ribose) polymerase-1 (PARP-1), specifically binds to DNA strand breaks and recruits XRCC1-Lig3a complex, which is crucial to stimulating and executing the BER pathway [8, 9] . APE1 is the rate-limiting enzyme in the BER process and responsible for the repair of DNA and protecting cells against the effect of endogenous and exogenous agents [6, 10] . It cleaves 5 of DNA abasic sugar residues generated from exogenous factors, such as ionizing radiation and environmental carcinogens, as well as endogenous agents from normal cellular metabolism [11] .
Several original studies have investigated the association between ADPRT Val762Ala and APE1 Asp148Glu polymorphisms and risk of breast cancer, but the results remain inconsistent, partially due to insufficient power in each of published studies which have been based on relatively small sample sizes. To explore a more precise estimation of the association between the two polymorphisms and risk of breast cancer, a meta-analysis was performed.
Methods

Search strategy
A literature search of Pubmed and Embase (updated to 2011/ 08/01) was conducted without a language limitation, using the following keywords and subject terms: ''ADPRT or PARP1'', ''APE1 or APEX1'', ''polymorphism'', and ''breast''. All searched studies were retrieved, and their bibliographies were checked for other relevant publications. Review articles and bibliographies of other relevant studies identified were hand-searched to find additional eligible studies. Only published studies with full text articles were included. When more than one of the same patient population was included in several publications, only the most recent or complete study was used in this meta-analysis. If necessary, we attempted to contact the corresponding authors of retrieved articles to acquire additional information.
Inclusion criteria
The following criteria were used for the study selection: (1) evaluation of the polymorphism and breast cancer risk; (2) study designed as case-control; and (3) sufficient published data for calculating odds ratios (OR) with their 95% confidence interval (95% CI).
Date extraction
Information was carefully extracted from all eligible publications independently by two investigators according to the inclusion criteria listed above. For conflicting evaluation, an agreement was reached following discussion. For each study, the following characteristics were collected: first author's name, year of publication, ethnicity, study design (control source and matching), genotyping results of cases and controls. We did not define any minimum number of patients to include in our meta-analysis.
Statistical analysis
A statistical test for heterogeneity was performed based on the Q test and I 2 test. If the P value is greater than 0.10 for the Q test which indicates a lack of heterogeneity among studies, the pooled OR estimate of the each study was calculated by the fixed-effects model (the Mantel-Haenszel method) [12] . Otherwise, the random-effects model (the DerSimonian and Laird method) was used [13] . The value of the I index is used to assess the degree of heterogeneity (I 2 ,25%: no heterogeneity; 25%,I 2 ,50%: moderate heterogeneity; 50%,I 2 ,75%: high heterogeneity; I 2 .75%: extreme high heterogeneity). Subgroup analyses were performed by ethnicity and study design. Sensitivity analyses were also performed to identify the influence of the individual studies on the combined OR. Hardy-Weinberg equilibrium (HWE) was tested by the x 2 (P,0.05 was considered representative of statistical significance). The minor allele frequency (MAF) was also calculated for the controls. Publication bias was assessed by performing funnel plots qualitatively, and estimated by Egger's test (P,0.1 was considered representative of statistical significance) [14] . All the statistical analyses were done using STATA version 11 (StataCorp LP, College Station, Texas, USA).
Results
Study characteristics
A total of 22 articles were achieved by literature search from PubMed and EMBASE. As shown in Figure 1 , 11 eligible studies were retrieved for detailed evaluation. We excluded four studies (two with duplicated results, one not focus on ADPRT Val762Ala and APE1 Asp148Glu, and one with lack of usable data). Finally, a total of 7 studies fulfilling the inclusion criteria were identified [15] [16] [17] [18] [19] [20] [21] . In one of these studies, the genotype frequencies were presented separately according to Caucasian study and AfricanAmerican study, and thus each study in the literature was considered separately for meta-analysis. Therefore, a total of 8 studies were included in the meta-analysis with 2521 cases and 2652 controls for ADPRT Val762Ala polymorphism and with 2539 cases and 2572 controls for APE1 Asp148Glu polymorphism. The studies identified and their main characteristics are summarized in Table 1 and Table 2 . All studies indicated that the distribution of genotypes in controls was in agreement with HWE and the minor allele frequencies (MAFs) were also calculated for the controls (all were greater than 0.05 except one group) (Tables 2). (Figure 2) . In the subgroup analysis by ethnicity or study design, the differences between the allele, homozygote, recessive, and dominant models were insignificant in the Caucasian women.
The associations between APE1 Asp148Glu and breast cancer risk are also shown in Table 3 (Figure 3 ). In the Caucasians or the matched studies, no associations were found between the allele, homozygote, recessive, and dominant models.
Sensitivity analysis
Sensitivity analysis was carried out by deleting any single study each time. The pooled ORs were not significantly altered (data not shown), indicating that the results were robust.
Publication bias
Funnel plots and Egger's test were performed to assess potential publication bias of the literatures. The shape of the funnel plots showed that the dots nearly symmetrically distributed, predominantly within pseudo 95% confidence limits ( Figure 4 ) and Egger's test suggested that no publication bias was detected in any comparison model (P.0.1).
Discussion
An increasing number of articles on genetic association studies, genome-wide association studies (GWASs), and relate metaanalyses have been published to clarify the association between gene polymorphisms and breast cancer [22] . To the best of our knowledge, this is the first meta-analysis carried out to access the role of ADPRT Val762Ala and APE1 Asp148Glu polymorphisms in breast cancer. The findings suggested that the two BER pathway genes polymorphisms were not significantly associated with breast cancer risk. In subgroup analysis, no significant association was observed in sub-populations.
ADPRT plays an important part in DNA repair and cellular stress response. Its role in single-strand breaks through the BER pathway has been studied [22] . ADPRT Val762Ala substitution located within the COOH-terminal catalytic domain [23] . The functional relevance of this variant remains inconsistent. Several case-control studies showed significant associations between Val762Ala polymorphism and prostate and lung cancer risk [24, 25] . In contrast, others have reported that Val762Ala polymorphism was associated with reduced risk of non-Hodgkin lymphoma and squamous cell carcinoma [26, 27] . In this metaanalysis, we involved a total of 2,521 cases and 2,652 controls, no significant effects were observed between the allele, homozygote, recessive, and dominant models. The discrepancies between published studies might be due to different disease mechanism and/or carcinogen exposure in different populations, and study sample size. It is possible that ADPRT variant genotypes may be tissue-specific. Some studies have shown high or low ADPRT expression levels in different tumor tissues [28, 29] , indicating ADPRT may play different roles in different types of tumors, The APE1 Asp148Glu is the most extensively studied polymorphism in APE1. A study showed that APE1 Asp148Glu had no impact on endonuclease and DNA binding activities [30] . However, others have reported that the Glu allele was significantly associated with prolonged cell cycle delay in G2 phase and decreased DNA repair capacity after irradiation [31, 32] . Our results found no relationship between APE1 Asp148Glu polymorphism and breast cancer risk. In the subgroup analysis, significant risks were also not found among Caucasians and individually matched studies. One factor that would contribute to the discrepancy between different studies is that this polymorphism might play a different role in different cancer sites. A recent metaanalysis found a significantly increased risk of lung cancer among smokers in APE1 Glu allele carriers suggesting that there could be an interaction between cigarette smoking and APE1 Glu allele [33] . Another previous meta-analysis showed that the Glu allele may be a risk factor for colorectal cancer but not for other cancers, but the results should be explained with caution with limited sample size (3 studies for colorectal cancer) [34] .
Some limitations might be included in the meta-analysis. First, although we collected all the eligible studies, the sample size of the included studies was not large enough, which could decrease the statistical power to better evaluate the association between the two gene polymorphisms and breast cancer susceptibility. Second, the overall outcomes were based on unadjusted estimates, while a more precise evaluation should be adjusted by other co-variants including age, body mass index, menopausal status, ethnicity, smoking status, alcohol consumption, and environment factors if individual data were available. Third, most of the included studies had conducted on Caucasians, and a few on Asians and Africans. Thus, more samples should be collected from Asians and Africans. Fourth, the genotyping method and the select criteria of controls in the studies were different. Finally, case-control studies with small sample size (,100 cases or 100 controls) might be reporting inflated ORs.
In conclusion, this meta-analysis suggests that ADPRT Val762Ala and APE1 Asp148Glu polymorphisms may not contribute to breast cancer risk. Large-sample studies of different ethnic groups with carefully matched cases and controls are needed to clarify the role of the two gene polymorphisms in the BER pathway and breast cancer susceptibility in the future.
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